The protein library of E. coli strain K12 (organism ID 83333) was retrieved from UniProtKB on February 16, 2015. The library was manually curated to exclude duplicates or disrupted proteins. In addition, the database of E. coli K-12 MG1655 obtained from EcoCyc (version 18.1) (1) and the reference tables of STEPdb based on E. coli BL21(DE3) (STEPdb 2.0 beta, http://www.stepdb.eu/step2/; downloaded on March 16, 2015) (2) were used to curate for pseudogenes and mobile elements, including genes from plasmid, phage, transposon, and Rhs elements. The operation resulted in a reference library of 3956 entries (Supplemental Table S2 ).
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Protein subcellular localization
The subcellular localization (SCL) of proteins was obtained from four sources and combined into the reference library (Supplemental Table S2 ), including PSORTdb 2.0 based on the complete genome prediction of E. coli K12 MG1655 (downloaded on February 11, 2015) (3), STEPdb of E. coli BL21(DE3) (2, 4), ASKA clone (-) of E. coli K12 W3110 (National BioResource Project, Japan; downloaded on February 10, 2015), and Dynamic Localizome established using the ASKA clones (downloaded on February 7, 2015) (5).
In addition to the difference in E. coli strains, the SCL information was determined using different methodologies. STEPdb dissected subcellular topology of proteins using combinatorial methods of peripheral membrane proteome, bioinformatics, and reference searches, emphasizing the peripheral membrane proteins that were not addressed in other SCL databases (2). PSORTdb analyzed biological features that were known to influence or to be characteristic of the subcellular localization of proteins based on both experimental data and computational prediction (3). The ASKA clone dataset categorized the subcellular localizations of the Cterminal GFP fusion to proteins based on the structure and appearance of the fluorescence distribution (6). A general concern of the GFP fusion was to disrupt function and localization of a protein, which was reflected in a lower percentage of the membrane location in the dataset.
Dynamic localizome quantitatively analyzed protein localization of the ASKA (-) clones 3 throughout the cell cycle, which provided a view of the dynamic protein localization over time (5).
Supplemental Results
Structural features that could support the peripheral membrane interaction of POIs
Because the peripheral membrane localization of MinD and MinE is critical for their oscillation behavior, we therefore analyzed structural features of the POIs that may be involved in the peripheral membrane interaction. Such structural features include amphipathic helix, protein surface charge, and hydrophobic loops (7, 8) . We used the HeliQuest web tool (9) to analyze the terminal 50 residues at both the N-and C-termini of each POI with a window size of 18 amino acids to evaluate amphipathicity based on the predicted hydrophobic moment and the helical wheel projection. We then narrowed down the window size manually to verify the existence of the amphipathic helix of at least 2 helical turns at the protein termini. The isoelectric point (pI) of the terminal 15 and 5 residues at the C-terminus was calculated using the Compute pI/Mw tool under ExPASy, which is the SIB Bioinformatics Resource Portal. In this analysis, we considered a pI value to be highly charged if it was greater than or equal to 9 or less than or equal to 4. As shown in Supplemental Table S4, This analysis was limited at the terminus regions due to the following reasons. First, it is not possible to predict a helix, a charged cluster, or a hydrophobic patch that is embedded inside a protein and only exposed under particular conditions. Second, a charged or hydrophobic patch in a protein does not have a definite size or a requirement for the continuity of amino acid residues. Third, the prediction could be affected if a POI forms a complex or in a ligand-bound form. Tables   Table S1 . Plasmid list. 
